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5’PVT1(M34428)/3’ EYA1(NM_172058.2)

A 1M B

EYA1 exon 4 | EYA1 exon 5
|

CAGGACACTG hG.“.TTTGGMG.AIETTAAA‘ﬁnCAGAGCCM&AGC
Isoform 1
/\A /\[\"‘A\AJ\J,“‘“A‘\""‘J\I\JX A’”H‘h\ J /\AM/\ ‘s‘n“/\ AN
EYA1 exon 4 | EYA1 exon 5
894 bp — I
723bp_ CCGGCGC’I‘C&GCTGGGCTTG&TTnuu:«Cr~Gr‘~GCCw_r_~ﬁr‘~GC
485 bp Isoform 2 ' : .
\”‘ "‘\ '"‘“‘ ’ W) iy ”"\
‘H'[\[\M 'AAL J\/\ N\]\ L/\
EYA1 exon 4 | EYA1 exon 5
|
ISOform 3 CAGGACACTGAG !\TTTGGX\GA‘ETTA AAACA GuGCC:\ﬂ AGC
A AN AN AR A A AR AN
1 100 200 300 400 500 592
ﬂ | | | | | |
NP 742055 \ EYA-cons_domain \
75 150 225 300 375 450 525 546
. 1 | | | | | |
All'isoforms | EYA-cons_domain

EYA-cons_domain: EYA consensus domain

5’PVT1(M34430)/3’ AKT3(NM_005465)

D E

317bp —

152bp —

Isoform 1

Isoform 2

TTGGCTGTAAGGACCCC TAAGGGAGAATATATAAAAALACTGG A

pAAA AN A AN NN Y

L
ACGGCCAGATCTGCCCTCCAiAGAATATATAAAAAACTGGA

‘/\/\/\/\/\A i’v"\i/v\'i\/\/v\i‘l/\/\ WAL, }f\l i‘,‘. ‘,’r".‘

F

Isoform 1

Isoform 2

1 ﬂ 15 ﬂ 75 150 225 300 375
1 75 150 225 300 375

450
450
|

1 75 150 225 300 375

L stkepke

STKc_PKB: Catalytic domain of the Protein Serine/Threonine Kinase, Protein Kinase B
PH_PKB: Protein Kinase B-like pleckstrin homology (PH) domain
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